The immune microenvironment in follicular lymphoma (FL) plays an important role in controlling disease characteristics. To characterize the T-cell receptor (TCR) repertoire in follicular lymphoma (FL) tissues, we applied a nextgeneration sequencing platform and deeply sequenced TCR cDNAs of T-cell subset populations present in pretreatment FL biopsy specimens. T regulatory cell (T reg ) TCRs in FL tissues revealed a highly oligoclonal expansion compared to those in control lymph nodes. Furthermore, an inverse correlation was observed between the diversity of T reg and CD8 + TCRs in FL specimens. Interestingly, a tumor from an FL patient, who had not received anticancer treatment for more than 10 years, was found to have missense mutations in the peptide-binding domain of both human leukocyte antigen (HLA) class I and II molecules, which might have presented tumor-specific antigens and enhanced host immune responses. Although further verification is required, our data suggest that the T-cell repertoire is skewed and restricted in FL and support the evolving understanding of the microenvironment in this disease.
Introduction
Follicular lymphoma (FL) is the most common indolent nonHodgkin lymphoma in the Western hemisphere. Approximately 30 000 patients were diagnosed with FL in 2010 (http://seer.cancer.gov/seertools). The hallmark cytogenetic feature of the disease is the t(14;18)(q32:21) chromosomal translocation, resulting in the rearrangement of the bcl-2 gene in proximity to the immunoglobulin heavy-chain promoter. Overexpression of the anti-apoptotic BCL-2 protein in transformed B cells causes their accumulation and ultimately participates in the development of the disease. Although FL is currently considered incurable with standard therapies, the prognosis for most patients is relatively good. 1 However, frequent disease relapses are common and are associated with the development of resistance to therapy. In addition, up to one third of patients will experience transformation into a more aggressive disease over time. 2 Most patients experience an indolent course, but there is significant heterogeneity in outcomes in FL, and approximately 15% of patients succumb to FL within the first 2 years after diagnosis. 2 A number of clinical prognostic scores have been developed, such as The Follicular Lymphoma International Prognostic Index (FLIPI), which accounts for several clinical features of the disease, and accurately stratifies patients into prognostic risk groups over a 5-to 10-year period. 3 However, the use of the FLIPI score does not currently dictate treatment decisions for individual patients.
Along with clinical prognostic tools, several groups have focused on identifying microenvironmental features of the disease that may help explain observed clinical heterogeneity in FL. In 2004, a group from the National Cancer Institute carried out gene expression profiling on 181 FL specimens in an attempt to characterize molecular predictors of survival. 4 In this seminal work, the authors discovered that the major genetic determinant of FL outcome was linked to the phenotypes of nonmalignant cells in the tumor microenvironment and not the malignant cells themselves. They identified two unique gene expression signatures associated with prognosis, which they termed "immune response 1" and "immune response 2." The immune response 1 signature was observed in patients with a better prognosis and revealed higher expression levels in genes related to T cells and macrophages, whereas the immune response 2 signature, which was associated with worse prognosis, included genes known to be expressed in macrophages and/or dendritic cells. The presence of macrophage-related genes in both signatures on the surface appears contradictory. However, it is possible that the macrophage signature found in immune response 1 patients may correlate with the presence of macrophages with antitumor functions (i.e., so-called M1 macrophages), and those in the immune response 2 signature may represent macrophages that promote tumor progression (i.e., M2 polarized macrophages). These data suggested that the FL immune microenvironment was important in controlling the behavior of the disease.
In addition to gene expression profiling, a number of clinical and pathological observations have implied a role for the host immune system in regulating FL behavior. First, spontaneous regressions and remissions occur in a small subset of FL patients, 5 arguing that active immune surveillance against FL may be effective in controlling the disease in some individuals. Second, longlasting remissions in some FL patients following tumor-specific anti-idiotype vaccination have been reported in clinical trials, particularly in a subset of patients who mounted a detectable anti-idiotype immune response. 6 Third, FL tissues are often highly enriched for T cells and macrophages, and their varied numbers and location within or around the malignant follicles have been correlated with clinical outcomes. ; yet, the specificities and the functional relevance of tumor-infiltrating T cells in FL remain unknown. With previously available technologies, it has not been feasible to thoroughly analyze the TCR repertoire present in malignant tissues. However, the advent of next-generation sequencing technologies now allows us to carry out a detailed TCR analysis in cancer tissues. 12 Hypothesizing that a sub-fraction of T cells in FL tissues are lymphoma antigen specific and may mediate immune-mediated control of FL progression, we have begun to characterize the TCR repertoire through deep sequencing of TCRa and -b cDNAs of T cells present in pretreatment FL biopsy specimens as well as from control lymph node samples.
Along with immunohistochemical staining for CD4 + , CD8 + , and T reg cells in FL biopsy specimens, we provide the first report of TCR deep sequencing in FL tissues. Our results demonstrate that strong enrichment of T reg TCRs was observed commonly in FL specimens, compared with control lymph nodes. Interestingly, the diversity of TCRs in the T reg population was inversely correlated with that of CD8 + T cells, supporting the antigenspecific immune-regulatory functions of T reg cells and their interplay with CD8 + T cells in the FL microenvironment. In addition, we demonstrate that a tumor in 1 FL case, who had not received treatment for more than 10 years, possessed missense mutations at the peptide-binding domains in both HLA class I and II molecules, further supporting the importance of immune surveillance in regulating disease progression, at least in some FL patients.
Results

TCR cDNA Sequencing
Pretreatment lymph node samples from 6 patients diagnosed with FL were analyzed. Three of 6 tumors were histologically classified as grades 1-2 FL and 2 as grade 3a based on the World Health Organization (WHO) 2008 schema. The remaining case revealed variable areas comprised of grades 1-3a FL (Table S1) . In all cases, the neoplastic follicles exhibited an immunophenotype typical of FL, with positive staining for the B-cell marker, CD20, with co-expression of the germinal center B-cell markers, CD10, as well as BCL-6 and BCL-2. In order to explore the TCR repertoire in each sample, T cells were separately purified into CD8 + , CD4
+
CD25
¡ and CD4 + CD25 + (T reg ) subset populations using magnetic separation. cDNAs from each T-cell subset were generated and amplified by PCR as described in the Materials and Methods section, and TCRa and -b cDNAs were sequenced using an IonTorrent PGM platform with a 318v2 chip coupled with a 400-bp sequencing kit as described previously. 13 Comprehensive analysis of millions of TCR cDNA sequences was conducted with MiTCR software, an open access tool for T cell receptor sequencing data analysis. The output of TCR sequencing in each T-cell subset is summarized in Table 1 .
Oligoclonal Enrichment of T reg TCRs in the FL Tumors
For the TCRb analysis of the T reg subpopulation, a strong enrichment of clonal TCRb sequences was observed in all of the 6 samples analyzed, where several TCR-b sequences were extensively enriched. To investigate whether T reg TCR enrichment was unique to the FL microenvironment, nonmalignant control lymph node samples (Table S2 ) were also analyzed. In contrast to the TCR-b sequences of T regs in FL lymph nodes, those in the control lymph nodes exhibited much less clonal expansion and much higher diversity in sequencing reads. The sum of proportions of the 5 most abundant TCRb sequences in the T reg repertoire in FL tissues was 76.24 § 11.17% (range, 58.4%-89%), compared to 33.15 § 19.52% (range, 11.07%-48.1%) in (Fig. 1A) . These data clearly demonstrate that an oligoclonal T reg TCRb expansion is present in the FL microenvironment.
To further analyze the difference between the T reg TCRb repertoire in FL versus control lymph nodes, Simpson's Index of Diversity (SID)-a mathematical parameter to quantify biodiversity in ecological systems-was employed to compare the overall diversity of the T reg TCR repertoire in each sample using its CDR3b profiles as a parameter. SID values range between 0 and 1; a value closer to 0 is indicative of very limited TCR diversity, whereas a value closer to 1 indicates very broad TCR diversity. Compared to controls, TCRb sequences of the T reg population in FL samples were significantly less diverse (P D 0.0409) (Fig. 1B) . Along with TCRb sequencing, an immunohistochemical analysis of T regs in these 6 FL tissues was also conducted, and demonstrated that T regs resided both within and around malignant follicles in the 6 cases examined, with some inter-patient variability (Fig. 2) . Foxp3 +-Tregs mostly were in the perifollicular areas, with three cases (patients 2, 3, and 6) exhibiting prominent intrafollicular (denoted with %) localization (Fig. 2) . TCRa sequencing of T regs from FL tissues confirmed the clonal dominancy observed in the TCRb sequencing analysis. For instance, Patient 4 harbored two abundant T reg -derived TCR sequences of both TCRa and -b that accounted for 39.6% and 26.9% for TCRa as well as 39.7% and 20.3% for TCRb. Considering their similar frequencies, it is probable that the most abundant TCRa and TCRb sequences constitute unique TCRs. 
Correlation Between CD8 + T-Cell Clonal Diversity and Location in FL Tissue
CD8 + T-cell infiltration into tumor tissues has been associated with better prognosis of patients with various types of cancer, [14] [15] [16] most prominently in the setting of melanoma. 17, 18 A majority of studies have attempted to correlate numbers of tumor-infiltrating CD8 + T cells with clinical outcome, whereas none have, to our knowledge, analyzed TCR clonotypic diversity in relation to the anatomic location of T cells in FL tissues. In order to investigate whether a correlation between location (perifollicular versus intrafollicular) and the TCR diversity of CD8 + T cells exists in FL tissues, we undertook an immunohistochemical analysis of CD8 + T cells and compared it with CD8 + TCRb sequencing in these 6 FL samples. TCRb sequencing of FL tissues from patients 1 and 2 revealed a broad diversity of CD8 + TCRs, and the CD8 + T cells in these 2 patients were located in both the peri-and intrafollicular areas (Fig. 3 ). However, in 3 patients (patients 3, 4, and 5), whose tumors revealed a strong clonal TCRb expansion ( Fig. 3) , the majority of CD8 + T cells was localized in the perifollicular region. In Patient 6, a unique situation was observed in which a primarily intrafollicular CD8 + T-cell distribution pattern was present, but 2 dominant CD8 + TCRb sequences (with frequencies of 44.6% and 25.4%) were identified.
The distribution of CD8 + T cells in FL tissues was further quantified by calculating the ratio of CD8 + cells present in the perifollicular versus the intrafollicular compartments (PF/IF), and interpreted it along with the SID value (Fig. 4A) . The "high" TCRb diversity (HD) and "low" TCRb diversity (LD) groups were defined based on a cut off SID value of 0.77 (the mean SID value of TCRb diversity in the 6 samples analyzed). In LD tumors (patients 3-5), on the one hand, a higher PF/IF ratio of CD8 + T-cell localization was observed. On the other hand, HD tumors (patients 1 and 2) were associated with a lower PF/IF ratio. In addition, while significantly enriched TCRb sequences (over 14% of all sequences) could be identified in patients with LD tumors, no similar TCRb enrichment could be identified in patients 1 and 2 with HD tumors (Table S3) . Although further validation is needed, these results suggest that an inverse correlation between CD8 + TCRb diversity and intrafollicular CD8 + Tcell density may exist.
A real-time polymerase chain reaction (PCR) assay for interferon regulatory factor 4 (IRF4), which is important for promoting clonal expansion and maintenance of antigen-specific CD8 + effector T cells, 19 revealed significant correlation between the TCRb diversity of CD8 + T cells in tumors and the expression levels of IRF4 (P D 0.033) (Fig. 4B) 
Comparison of CD8
+ and Treg TCR Diversity in FL Tissues To investigate a possible relationship between T regs and CD8 + T cells in FL tissues, the diversity of the TCRb sequences of these subsets were compared in each patient sample using SID. Two patterns emerged. For patients 1-4, in whom a higher CD8 + TCR diversity was observed (higher SID values), the T reg TCRb diversity in these tissues was significantly lower than that observed in the CD8 + TCRb repertoire (Fig. 6) . Conversely, in patients 5 and 6, a lower TCRb diversity was found among the CD8 + TCR repertoire, whereas here, the T reg TCRb diversity was broader. When taken together, these results support the hypothesis that the presence of presumably antigen-specific T regs in FL tissues in the majority of patients prevents the accumulation of CD8 + T cells bearing TCRs specific for FL antigens. The characteristics of T reg and CD8 + T-cell subsets in this study are summarized in Table 2 .
Public TCRb Chains Appear to Pair With Private TCRa Chains Across Patients
An attempt was made to identify common TCR-b sequences shared between individual FL specimens. The most common TCRb sequences consisting of the CDR3b regions CASSPDVDTEKAFF, CASSPDVDTEAFF, or CASITSGAY-KNEQFF were highlighted with unique colors in Table 3 . TCRa sequencing was then carried out to determine whether common TCRa chains were likely to pair with the public TCRb chains identified based on their relative frequencies. Two public TCRb chains (TRBV18/TRBJ1-1) with CDR3b sequences (CASSPDVDTEKAFF or CASSPDVDTEAFF) were selected for analysis; the former was found to be enriched in CD4 + and CD8 + T cells in patients 4 and 6 and the latter was found in patients 2 and 4. TCRa sequencing in these patients did not indicate the pairing of common TCRa chains with selected public TCRb chains among patients (Fig. 7A) . Further, frequently observed TCRb sequences in Patient 4 (TRBV18/TRBJ1-1) with CDR3b sequences of CASSPDVDTEKAFF or CASSPDVDTEAFF were also chosen for analysis based on their high relative frequencies. Here again, TCRa sequencing suggested that these enriched TCRb chains likely paired with a number of different TCRa (Fig. 7B) . The most abundant T reg TCRa chains in Patient 4 were TRAV26-1/TRAJ37 and TRAV8-3/TRAJ11; however, in the CD8 + T-cell subpopulation, a single a-chain sequence, TRAV8-3/TRAJ29 was enriched in this patient. We then modeled TRAV with the CDR3a region into a 3-dimensional (3D) structure to exhibit the potential structural difference or similarity in the complementaritydetermining regions by selecting individual candidate TCRa chains in each T-cell subset, respectively: TRAV8-3/TRAJ11 with CDR3a of CAVGDHSGYSTLTF (30.50% frequency) for T regs , TRAV8-3/ TRAJ29 with CDR3a of CAV-EGNTPLVF (35.68% frequency) in CD8 + T cells, and TRAV22/TRAJ15 with CDR3a of CAVNQAGTALIF (19.03% frequency) in CD4 + T cells (Fig. S1) . PyMOL, an open-source visualization tool, was used to display the structures. The blue and green portions represent CDR1a and CDR2a loops and the red loop represents the CDR3a region in the modeled crystal structure. Based on this structural analysis, the paired TCRa chains were obviously different, even if they were heterodimerized with the same TCRb chain(s). This result suggests that TCRb chain(s), which are known to mediate recognition of peptide antigens in the context of major histocompatibility complex (MHC) presentation, may be important for recognition of FL antigens; however, the affinity of the a/b TCR for antigen in the context of an MHC class I or II restriction might be regulated by the paired TCRa chain(s). This would be expected to result in different levels of clonal expansion of either CD4 + or CD8 + T cells within an Figure 5 . Localization of PD-1 + T cells in the lymph nodes of these 6 subjects. Immunohistochemical staining for CD4, CD8, and PD-1 (dark brown) was done on formalin-fixed, paraffin-embedded lymph nodes of 6 FL patients before treatment. Original magnification, £200 for IHC pictures. individual, or across different individuals, as has been previously demonstrated by Stephen et al. 20 
A Unique Case -Patient 4
This patient was diagnosed with stage II FL at 61 years of age, and his disease had not progressed in over 10 years, despite his never having received treatment. More surprisingly, several involved lymph nodes spontaneously regressed between 2013 and 2014 (data not shown). In the tumor, we found two abundantly enriched TCRb sequences among T reg , CD8 + , and CD4 + populations, but a similar enrichment of shared TCRa sequences among these T-cell subset populations was not identified. In addition to the CD8 + and T reg cell infiltration in the FL tissue as shown earlier, we also observed a large number of peri-and intrafollicular CD4 + T cells (data not shown). The unique TCR sequencing and IHC staining data of this patient prompted us to carry out whole exome sequencing, using genomic DNA (gDNA) extracted from a formalin-fixed paraffin-embedded (FFPE) tissue block and matched control gDNA. As shown in Figure 8A , somatic mutations were identified in genes related to antigen-processing and -presenting pathways; for example, a non-synonymous single-nucleotide variant (SNV) was found in gene UBQLN4 (ubquilin 4), which plays a key role in the either positive or negative regulation of proteasomal protein degradation. In addition, we found non-synonymous somatic mutations possibly associated with the loss of 1 allele in the HLA-DPB1 gene as well as the HLA-C gene. The former occurred in exon 1 of the b-chain of HLA class II molecule and the latter was detected in exon 2 of the HLA class I molecule; interestingly, both of the mutations were located in the peptide-binding domains and considered to affect the peptide-binding affinity (Fig. 8B) , possibly implying novel antigen presentation with antitumor immunity in this patient. We also listed important tumor suppressor genes, a main oncogene, and some genes related to the cell cycle that gained non-synonymous mutations in this case (Fig. 9) , such as FAT2 and MYC. Besides these genes, CD22, a sugar-binding transmembrane protein on the B-cell surface, was detected to acquire mutations in exons 5 and 6 of this gene, respectively, with each having a 50% frequency in the tumor (Fig. 9) . This gene was highlighted here because of its specificity on B cells (FL tumor cells) that may be strong candidates of tumor-specific antigen (TSA). Meanwhile, 24 major mutant genes related to the immune system, energy (GTPase, ATPase families), and channel/solute carriers were also detected (data not shown).
Discussion
Regulatory T cells are a naturally immune-suppressive population of CD4 + T cells that, under homeostatic conditions, are critical to maintain peripheral immune tolerance. [21] [22] [23] T regs are also potent suppressors of anticancer immunity, 24 and their depletion or functional inhibition leads to enhanced T-cell immune responses against cancer antigens in mice and humans. [25] [26] [27] [28] T regs have also been shown to accumulate in tumor tissues in almost all cancers studied to date, 24, 29 where they are attracted by chemokines such as CCL17 and CCL22. 26 Typically, increased numbers of tumor-resident T regs have been linked with poor clinical outcomes in cancer patients. 30, 31 In contrast, published reports highlighting the impact of T regs on clinical outcomes in FL have concluded that higher numbers of T regs in FL tissues 31, 32 or a primarily perifollicular T reg distribution 7 are associated with better clinical outcomes. Other studies have not reproduced these results. Another group identified that an intrafollicular T reg pattern, rather than overall T reg numbers, was correlated with inferior survival and a higher risk of disease transformation. 11 Based on available results of IHC staining for T reg numbers and localization in the FL microenvironment, it is difficult to make strong conclusions about their prognostic impact. A more thorough analysis of FL-infiltrating T regs with regard to their specificity and function will be needed before definitive conclusions can be drawn. However, none of these studies have evaluated the specificity of infiltrating T regs , and the characterization of the T reg TCR repertoire done here has yielded novel information regarding the highly clonal nature of T regs in FL patients.
Multiple mechanisms through which T regs suppress conventional CD8 + and CD4 + T cells have been well-characterized in experimental models 33 ; however, a major unresolved issue is whether T regs suppress the host immune response in an antigenspecific or nonspecific manner, as natural antigens recognized by T regs in human have not been defined. Although preliminary, the data presented here would suggest that, in FL tissues, T regs are highly clonal. Although it is possible that T regs might be initially attracted to malignant follicles in a non-clonal manner via chemokines produced by FL B cells, such as CCL22, TCR sequencing data indicate that the expansion and/or survival of T regs is likely to be antigen dependent once they have arrived in the tumor environment. The functional role of T regs in the FL microenvironment, however, remains to be elucidated.
Similar to previous reports, 34 a perifollicular distribution of CD8 + T cells was present in 4 of 6 samples analyzed by IHC. Interestingly, tumors with a perifollicular CD8 + T-cell distribution tended to have a stronger enrichment of oligoclonal T cells in the CD8 compartment, whereas a more polyclonal CD8 + TCR distribution was seen in tumors with a more prominent intrafollicular CD8 + T-cell infiltration. Although speculative, it is possible that CD8 + T cells specific for antigens expressed on FL cells may be actively excluded from the malignant follicles, and has been previously demonstrated in mouse cancer models and in human tumor tissues. On the other hand, polyclonal T cells, which presumably posed no threat, were capable of trafficking into tumor tissue. Meanwhile, 7 enriched CDR3b sequences containing 13-15 amino acid residues in patients 3, 4, 5, and 6 with an oligoclonal CD8 + TCR pattern were selected to generate sequence logos in the Shannon format in order to analyze the similarity of motifs (Fig. S2) . However, no obviously enriched motifs were displayed in the CDR3b core region despite some common amino acid usage, possibly indicating that these enriched CD8 + T cells may encounter different tumor antigens in each patient. Furthermore, as shown in Figure 6 , the diversity of the T reg TCR repertoire in FL lymph nodes was correlated inversely with that of the CD8 + TCR repertoire. Although not definitive evidence, these data suggest that antigen-specific T regs in FL tissues may suppress the expansion of FL-specific CD8 + T cells. This conclusion would be in keeping with the known function of T regs to suppress conventional tumor antigen-specific T cells. Note: All of the most frequently emerging TCRb sequences that constituted a proportion greater than 10% of all sequences were shown in this table including the usage of TRBV and TRBJ and the amino acid sequence of CDR3b collected from sequencing data. Public sequences with the same V and J family/ gene segment usage and the same CDR3b region are displayed in the same color (red, blue, and dark purple independently). Nonproductive sequences were filtered by the MiTCR software. *Clone (%), the percentage of the total in-frame reads.
One of the patients in this study (Patient 4) was particularly interesting. The FL tissue in this case was massively infiltrated by conventional CD4 + T cells and revealed a strong perifollicular CD8 + T-cell infiltration. In contrast, few T reg cells were detected. TCR repertoire analysis, in contrast to other samples, demonstrated an oligoclonal T reg , CD8 + , and CD4 + TCR pattern. The patient has had FL for over 10 years without treatment, and the disease has undergone spontaneous local regressions, suggestive of ongoing active immune surveillance. This is reminiscent of the "immune equilibrium" state proposed by Schreiber and colleagues in which a constant battle between the tumor and the host immune system is being waged. 35 Furthermore, whole exome sequencing of the tumor identified missense mutations in the peptide-binding domains of HLA class I and II molecules. We speculate that such mutations may alter the peptide antigens displayed by malignant B cells, leading to the usage of TCRb receptors with identical CDR3 regions by different T-cell subsets.
It has become clear over the past 10 years that interactions between immune cells and FL cells can impact the outcome of patients with this disease. 36, 37 Infiltration of CD4 + and T reg cells has previously been reported in some studies to correlate with improved outcome. 31, 32 Because FL can spontaneously regress or remit, 5 and in some cases vaccination approaches are effective, 6 it will be very important in the future to characterize more precisely the immune milieu of individual patients to better define those who may be more likely to respond to immune-based therapies, such as checkpoint blockade therapies with anti-PD-1 or anti-CTLA-4 antibodies, anti-idiotype vaccines, and, possibly in the future, adoptive cell therapy. Simple quantitative measurement of different immune cell subsets in FL has been of limited usefulness in predicting future outcome. The identification of a very limited TCR repertoire among infiltrating T cells in FL in this study is intriguing and opens up a number of future questions and opportunities. For example, baseline analysis of the TCR repertoire may identify those patients who may be more likely to respond to immunotherapy approaches. Furthermore, TCR sequencing combined with exome sequencing of FL samples lead to the identification of targetable antigens for T-cell-based therapeutic strategies.
Methods
Subjects and Lymph Node Samples
Samples were obtained through a protocol approved by the Institutional Review Board of the University of Chicago. The samples were single-cell suspensions derived from diagnostic FL biopsy specimens, which were cryopreserved in liquid nitrogen until the time of analysis. FL grading was determined using the 2008 WHO criteria. The control samples were also single-cell suspensions of nonmalignant lymph node biopsies, cryopreserved similarly. The RNeasy Mini Kit combined with QIAshredder (QIAGEN) was used to extract purified mRNA from each T-cell subset. mRNA was reverse-transcribed to cDNA with the SMART TM cDNA Library construction Kit (Clontech). During the process, the SMART IV (Switching Mechanism At 5 0 end of RNA Transcript) common oligonucleotide adaptor was added to the 5 0 -end of the transcript in the first-strand synthesis to generate high-yield, full-length, double-stranded cDNA.
Isolation of T-Cell Subsets
TCR Sequencing
One common forward primer based on the SMART IV adaptor and 2 common reverse primers corresponding to the constant (C) regions of each of the TCRa and -b alleles were designed to facilitate PCR amplification of cDNA sequences in a less biased manner. The "Fusion Method" recommended by Life Technologies was used to add specific sequencing adaptors (P1 and A) to both ends of TCR cDNAs. Fusion primers were: TRB P1-forward 5
0 . After library preparation, TCR cDNA templates were amplified onto the proprietary Ion Sphere Particles by emulsion PCR using Ion PGM Template OT2 400 (Life Technologies) and sequenced using the Ion PGM Sequencing OT2 400 kit (Life Technologies) combined with 318 v2 chip (Life Technologies).
Immunohistochemical Studies
Immunohistochemistry was carried out on deparaffinized tissue sections of lymph nodes using a standard avidin-biotin immunoperoxidase method. A panel of antigens to identify Tcell subsets were developed and included CD3 (clone NCL-565), CD4 (clone SP35), CD8 (C8/144B), and Foxp3 (clone 236A/ E7). Staining was done on an automated immunostainer, using Leica Bond III platform and Ventana. Scoring of the T-cell component within the lymphoma tissues was done by examining the peri-and intrafollicular areas by visual inspection. All images are at an original magnification of £200.
Quantitative Reverse Transcription-PCR mRNA was extracted from CD8 + T-cell subpopulation and reverse-transcribed to cDNA as described. A real-time PCR Taqman gene expression assay for human IRF4 (hCG20902) gene (Life Technologies) was conducted on ViiA7 instrument (Life Technologies). Each sample was analyzed in duplicate. For each sample, the mean C T value for the IRF4 gene was determined and normalized to the value of the human B-2-microglobulin endogenous control. Data were visualized with Prism 5.
Whole Exome Sequencing
Tumor gDNA was extracted from the FFPE block, and matched control gDNA from purified CD4 + intratumor T cells. Sequencing libraries were constructed using the Ion Plus fragment library kit (Life Technologies). A probe hybridization approach from the Ion Targetseq Exome work flow (Life Technologies) was applied to capture the enrichment of the exonic regions. Samples were amplified in template reaction on a OneTouch2 instrument (Life Technologies) to touch the Ion Sphere Particles (ISPs) with optimal amount of exome library input over 7 pmol, and loaded onto a Ion Proton P1 v2 chip. Ion Proton was used to carry out whole exome sequencing with Ion Proton P1 v2 chip sitting (Life Technologies). For bioinformatics analysis, the human reference genome hg19 was used for alignment using TMAP on the Ion Torrent analysis server (Life Technologies). The VarScan2 parameters for SNV were as follows: minimum depth D 10£, minimum variant support depth D 4£, Minimum base quality D 15, somatic P-value threshold D 0.05. Non-silent somatic SNVs were captured following a standard threshold for filtering of somatic variants, which are present at a frequency 10% in the tumor samples, and <5% in the control DNA.
Simpson's Index of Diversity (1-D)
The diversity was calculated according to Simpson's Index of Diversity (1-D).
where ni is the total number of amino acid sequences that belong to type I, a special clone type, and N is the total reads of sequences (in-frame) for each patient.
Statistical Analysis
The t test and P value were calculated with Prism 5 software. The nonparametric Wilcoxon rank-sum test was used to compare 2 groups, and a P-value of less than 0.05 was considered significant. All statistical tests were 2-sided. Spearman's rank correlation coefficients were used to correlate CD8 + TCRb diversity and IRF4 expression level.
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